Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.006 Å; R factor = 0.040; wR factor = 0.105; data-to-parameter ratio = 18.5.
Data collection
Enraf-Nonius CAD-4 diffractometer Absorption correction: scan (North et al., 1968) T min = 0.243, T max = 0.319 (expected range = 0.174-0.228) 8208 measured reflections 3231 independent reflections 2133 reflections with I > 2(I) R int = 0.044 3 standard reflections every 200 reflections intensity decay: 1% Refinement R[F 2 > 2(F 2 )] = 0.040 wR(F 2 ) = 0.105 S = 1.05 3231 reflections 175 parameters 2 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.68 e Å À3 Á min = À0.61 e Å À3 Table 1 Selected geometric parameters (Å , ).
Fe1-O1 1.845 (2) Fe1-N1 1.945 (3) O1-Fe1-N1 91. 85 (12) Data collection: CAD-4 Software (Enraf-Nonius, 1989 ); cell refinement: CAD-4 Software; data reduction: XCAD4 (Harms & Wocadlo, 1995) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
Bis (2-benzyliminomethyl-4,6-dihydroselenophenolato) 
Comment
There has been much research interest in Schiff base metal complexes due to their molecular architectures and biological activities (Shi et al., 2008; Xu et al., 2009) . In this work, we report here the crystal structure of the title compound, (I). In (I), all bond lengths are within normal ranges (Allen et al., 1987) (Fig. 1) . The Fe II is four-coordinated in a slightly distort square-planar configuration by two N atoms and two O atoms of the Schiff base ligands.
Experimental
A mixture of 3,5-dihydroseleno-2-hydroxybenzaldehyde (564 mg, 2 mmol), phenylmethanamine (107 mg, 2 mmol) and FeCl 2 .4H 2 O (1 mmol, 198 mg) in methanol (10 ml) was stirred for 1 h. After keeping the filtrate in air for 7 d, green blocks of (I) were formed.
Refinement
All H atoms were positioned geometrically (C-H = 0.93 Å for the aromatic H atoms and C-H = 0.96 Å for the aliphatic H atoms) and were refined as riding, with U iso (H) = 1.2U eq (C) and U iso (H) = 1.2U eq (N). Fig. 1 . The molecular structure of (I) showing 30% probability displacement ellipsoids, Atoms with an A suffix to their labels are generated by the symmetry operation (1-x, 1-y, -z). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 119.4 (4) C4-C14-H14 119.4 C16-C5-H5 120.3 C16-C15-C7 119.9 (4) C17-C5-H5 120.3 C16-C15-H15 120.0 O1-C6-C4 123.4 (3) C7-C15-H15 120.0 O1-C6-C13 121.7 (3) C5-C16-C15 121.6 (4) C4-C6-C13 114.9 (4) C5-C16-H16 119.2 C8-C7-C15 117.5 (4) C15-C16-H16 119.2 C8-C7-C12 120.2 (3) C5-C17-C8 120.2 (4) C15-C7-C12 122.2 (3) C5-C17-H17 119.9 C17-C8-C7 121.3 (4) C8-C17-H17 119.9 C17-C8-H8 119.3 Symmetry codes: (i) −x+1, −y+1, −z.
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